Abstracts Microorganism is an important part of ecosystems; it is very sensitive to 38 environmental change. In order to study the effects of sound on organisms, it's meaningful to 39 study mechanism of microbial exposure to sound. 
, to the 1960s, the infrasound and the 63 interaction of organisms has gradually been concerned about (Broner, 1978; McKinlay, 2007) . 64 Over the years, on the audible sound's biological effects are being researched in-depth. In hours in a row and found the antibiotic production was increased (Wendy, 2009 2003 ). In our previous study, we also found that E. coli K12 showed different growth 84 phenomenon at different sound intensities and frequencies, among which the most obvious 85 difference showed under 8000 Hz and 85D. In addition, we detected the contents of 86 intracellular protein and nucleic acid in different growth stages (Gu et al., 2016) . 87 Most of these studies about sound waves were only detected the differences in growth, 88 few intracellular products' change and so and. Neither establish a systematic intracellular 89 metabolic network structure nor explore the differences in biological gene expression levels 90 under sound exposure. This not only limits the development and utilization of sound waves, 91 but also a lack for studying the mechanism of sound exposure. With the development of between the treatment group and the control group was carried out. Table 1 and Table 2   153 showed the basic situation of the eight sample which used to transcriptome detection, total 154 gene count expresses the total number of E. coli genes (4097) anti-microbial growth (Martin, 2003) . We speculated that the treatment group had a weaker 286 sense to the harsh environment, therefore the related metabolic pathways were also reduced.
287
The pathway of geraniol degradation is related to leucine metabolism, so that the valine, 288 leucine and isoleucine metabolic pathway was also down-regulated. provides energy by using aromatic compounds and adapt to the harsh environment was 361 stronger than control group. It also explained the phenomenon that the control group had a 362 declining trend in latter, while the treatment group was still slowly growing. Because of the 363 greater ability to adapt to harsh environments, the concentration of bacteria in the treatment 364 group was higher than the control group. It also proved that it's feasible for some countries without acoustic stimulation, S1 represents 6 hours sample exposed to acoustic field with 8 kHz frequency and 570 85 dB intensity level, S2 represents 12 hours sample exposed to acoustic field, S3 represents 24 hours sample 571 exposed to acoustic field, S4 represents 6 hours sample exposed to acoustic field. Total gene count is the total 572 gene number of this species. Gene_count is the number of genes expressed in the sample and the proportion to 573 the total gene (reads>0, indicating that each gene has at least 1 read support, and so on). without acoustic stimulation, S1 represents 6 hours sample exposed to acoustic field with 8 kHz frequency and 578 85 dB intensity level, S2 represents 12 hours sample exposed to acoustic field, S3 represents 24 hours sample 579 exposed to acoustic field, S4 represents 6 hours sample exposed to acoustic field. Input is the number of read.
580
Mapped is the number of Reads match to genome. Multiple_alignments is the Reads number of multiple 581 alignments. Uniq_mapped is the Reads number of uniq mapped. 
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